Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.006 Å; R factor = 0.061; wR factor = 0.211; data-to-parameter ratio = 16.7.
In the title compound, C 35 H 24 Cl 2 N 4 O, the phenyl rings are oriented almost parallel to each other, making a dihedral angle of 0.6 (2) , whereas the chlorophenyl rings are oriented at a dihedral angle of 28.3 (1) . The crystal structure is stabilized through an extensive series of C-HÁ Á ÁN, C-HÁ Á ÁO and C-HÁ Á ÁCl interactions. One of the C-HÁ Á ÁN interactions generates an R 2 2 (12) ring motif around a crystallographic inversion centre. C(5), C(10) and C(12) chain motifs are observed in the unit cell through C-HÁ Á ÁN and C-HÁ Á ÁCl interactions. During the structure analysis, it was observed that the unit cell contains large accessible voids, which host disordered solvent molecules. This affects the diffraction pattern, mostly at low scattering angles and was corrected with the SQUEEZE program [Spek, A. L. (2009) . Acta Cryst. D65, 148-155].
Related literature
For our investigations into regio/stereoselectivity in adduct reactions and weak hydrogen bonding, see: Ali et al. (2010) . For weak hydrogen-bonding interactions, see: Desiraju & Steiner (1999) . For ring and chain motifs, see: Etter et al. (1990) . 
Data collection
Bruker SMART APEX CCD areadetector diffractometer 32501 measured reflections 6324 independent reflections 3647 reflections with I > 2(I) R int = 0.042 Refinement R[F 2 > 2(F 2 )] = 0.061 wR(F 2 ) = 0.211 S = 1.07 6324 reflections 379 parameters H-atom parameters constrained Á max = 0.31 e Å À3 Á min = À0.27 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) x; Ày þ 1 2 ; z À 1 2 ; (ii) Àx þ 2; Ày þ 1; Àz þ 2; (iii) x; Ày À 1 2 ; z þ 1 2 ; (iv) Àx þ 2; Ày; Àz þ 2; (v) Àx þ 2; y þ 1 2 ; Àz þ 3 2 ; (vi) Àx þ 1; y À 1 2 ; Àz þ 3 2 .
Data collection: SMART (Bruker, 2001); cell refinement: SAINT (Bruker, 2001); data reduction: SAINT; program(s) used to solve structure: SHELXTL/PC (Sheldrick, 2008); program(s) used to refine structure: SHELXTL/PC; molecular graphics: Mercury (Macrae et al., 2006) and PLATON (Spek, 2009) ; software used to prepare material for publication: SHELXTL/PC. the benzene ring planes with the distances of 0.01 (1)Å (for Cl1 atom in C21/C26/Cl1 ring) and 0.08 (1)Å (for Cl2 atom in C61/C66/Cl2 ring).
The packing diagram of the title compound is shown in Fig. 2 . The crystal packing is stabilized through an extensive series of C-H···N, C-H···O and C-H···Cl interactions (Desiraju & Steiner, 1999) . One C-H···O, two C-H···Cl and seven C-H···N interactions are observed in the lattice (Table 1) . The two C-H···Cl interactions are involved in making chain motifs, viz., a zigzag C(12) chain motif [through C65-H65···Cl1 (-x + 1, y -1/2,-z + 3/2)] and a linear C(5) chain motif [through C64-H64···Cl2 (-x + 1, y -1/2, -z + 3/2)] (Etter et al., 1990) . These chain motifs are speckled on the ab-plane of the unit cell as shown in Fig. 3 . A C(10) chain motif is observed through C7-H7···N11 (x, -y + 1/2, 2-1/2) interactions which connect the molecules in a head-to-tail fashion along the c axis. Another C-H···N interaction makes a zigzag C(12) chain motif extending along c (Fig. 4) . A centrosymmetric R 2 2 (16) ring motif is observed around a crystallographic inversion centre through C-H···N interactions ( Fig. 5 ).
Experimental
A mixture of 1,3-diphenylacetone 5 (1 mmol), 2-[(2-chlorophenyl)methylene]malononitrile 6 (2 mmol), and sodium ethoxide (2 mmol) was ground well in a mortar and pestle at ambient temperature for about 15-30 sec. Then water (50-70 ml) was added to the mixture and the product was filtered and washed with water, dried in vacuo and subjected to flash chromatographic purification employing flash silica gel (230-400 mesh) with petroleum ether-ethyl acetate mixture (1:2 v/v) as eluent. The products were further recrystallized from ethanol-ethyl acetate mixture (1:2 v/v).
Refinement
All the H atoms were positioned geometrically and refined by the riding model approximation with d(C-H) = 0.93 -0.98 Å and i>U iso (H)= 1.2U eq (C). During the structure analysis, it was observed that the unit cell contains large accessible voids in the crystal structure which tend to host unpredictable disordered solvent molecules. This affects the diffraction pattern, mostly at low scattering angles and was corrected with the SQUEEZE program (Spek, 2009). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 113.9 (3) C36-C31-C32 118.6 (4) C11-C1-C2 110.6 (3) C36-C31-C3 120.9 (4) C12-C1-H1 107.7 C32-C31-C3 120.5 (3) C11-C1-H1 107.7 C33-C32-C31 119.7 (5) C2-C1-H1 107.7 C33-C32-H32 120.2 C21-C2-C1 112.3 (2) C31-C32-H32 120.2 C21-C2-C3 112.2 (2) C34-C33-C32 120.1 (7) Hydrogen-bond geometry (Å, °) 
